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NTDB id 600 KW2 RS01765 WP 011675413.1 MATKKK...TNFDDITKKYGAERDKALADALALIEKDFGKGSLMRLGEA.ANQKVSVVSSGSLALDIALGAGGYP 71
NTDB id 269 KZH43 RS08665 WP 001085462.1 .MAKKP...KKLEEISKKFGAEREKALNDALKLIEKDFGKGSIMRLGER.AEQKVQVMSSGSLALDIALGSGGYP 70
NTDB id 228 SPD RS09265 WP 001085462.1 .MAKKP...KKLEEISKKFGAEREKALNDALKLIEKDFGKGSIMRLGER.AEQKVQVMSSGSLALDIALGSGGYP 70
NTDB id 194 SPR RS08825 WP 001085462.1 .MAKKP...KKLEEISKKFGAEREKALNDALKLIEKDFGKGSIMRLGER.AEQKVQVMSSGSLALDIALGSGGYP 70
NTDB id 159 SP RS09750 WP 001085462.1 .MAKKP...KKLEEISKKFGAEREKALNDALKLIEKDFGKGSIMRLGER.AEQKVQVMSSGSLALDIALGSGGYP 70
NTDB id 499 SM12261 RS08315 WP 078228268.1 .MAKKP...KKLDEISKKFGAEREKALNDALKLIEKDFGKGSIMRLGER.AEQKVQVMSSGSLALDIALGSGGYP 70
NTDB id 527 SMSK321 RS11065 WP 001085454.1 .MAKKP...KKLDEISKKFGAEREKALNDALKLIEKDFGKGSIMRLGER.AEQKVQVMSSGSLALDIALGSGGYP 70
NTDB id 408 SMU RS09530 WP 002262392.1 .MAKRI...KKTEEITKKFGDERKKALDDALKNIEKDFGKGAVMRLGER.AEQKVQVMSSGSLALDIALGAGGYP 70
NTDB id 453 Spy49 1753c ACI62003.1 .MAKKL...KKNEEITKKFGDERRKALDDALKNIEKDFGKGAVMRLGER.AEQKVQVMSSGSLALDIALGAGGYP 70
NTDB id 115 BSU 16940 NP 389576.2 ...................MSDRQAALDMALKQIEKQFGKGSIMKLGEK.TDTRISTVPSGSLALDTALGIGGYP 55
NTDB id 625 LCA RS02525 WP 011374196.1 .................MAKDERQAALDAALKKIEKNFGKGSIMRMGEK.VDTQVSTVSSGSLALDEALGVGGYP 57
NTDB id 1313 DR RS12030 WP 010888966.1 .MSKDA....TKEISAPTDAKERSKAIETAMSQIEKAFGKGSIMKLGAE.SKLDVQVVSTGSLSLDLALGVGGIP 69
NTDB id 418597 SynNOUM97013 RS02265 WP 186480603.1 .MPADVKASQ..SSGGDVRPGERDKALNLVLGQIERNFGKGSIMRLGDA.SRMRVETISTGALTLDLALG.GGYP 70
NTDB id 1245 Cj1673c YP 002345041.1 ..................MDDNKRKSLDAALKSLDKTFGKGTILRLGDK.EVEQIDSIGTGSVGLDLALGIGGVP 56
NTDB id 1211 C694 RS00795 WP 000963128.1 ................MAIDEDKQKAISLAIKQIDKVFGKGALVRLGDK.QVEKIDSISTGSLGLDLALGIGGVP 58
NTDB id 1214 NCTC11637 00359 SQJ03206.1 ................MAIDEDKQKAISLAIKQIDKVFGKGALVRLGDK.QVEKIDAISTGSLGLDLALGIGGVP 58
NTDB id 1334 RA0C RS04870 WP 004918236.1 ..........MAKTETTSPNDDKKKALAAVLEKLDKTYGKGTVMKLGDGTVDHNIEVIPSGSLGLDLALGVGGYP 65
NTDB id 1389 A4U84 RS07560 WP 021112712.1 .MAENKKSSKNNTVVKQVEPEQKKQALEAALAQIEKQFGKGSIMKLGQT.EQLDIESVSTGSLGLDLALGIGGLP 73
NTDB id 1130 NGFG RS03960 WP 003688695.1 ..................MSDDKSKALAAALAQIEKSFGKGAIMKMDGSQQEENLEVISTGSLGLDLALGVGGLP 57
NTDB id 1124 NGFG RS03960 WP 003688695.1 ..................MSDDKSKALAAALAQIEKSFGKGAIMKMDGSQQEENLEVISTGSLGLDLALGVGGLP 57
NTDB id 1123 OK783 RS03845 WP 003688695.1 ..................MSDDKSKALAAALAQIEKSFGKGAIMKMDGSQQEENLEVISTGSLGLDLALGVGGLP 57
NTDB id 1427 RS RS02760 WP 011000510.1 .MEDG........KKAASMSAEKQKALAAALAQIEKQFGKGSIMKMGDA.EVEPVQVVSTGSLGLDVALGVGGLP 65
NTDB id 1165 A1552VC RS01565 WP 000344154.1 ..................MDENKQKALAAALGQIEKQFGKGSIMRLGDN.RAMDVETISTGSLSLDIALGAGGLP 56
NTDB id 1142 GTF74 RS11550 WP 000344154.1 ..................MDENKQKALAAALGQIEKQFGKGSIMRLGDN.RAMDVETISTGSLSLDIALGAGGLP 56
NTDB id 1022 ACIAD RS06390 WP 004925639.1 ..................MDDNKSKALQAALSQIEKQFGKNTVMRLGDN.TVQAVEAVSTGSLTLDIALGIGGLP 56
NTDB id 1074 ABD1 RS10195 WP 000344167.1 ..................MDENKSKALQAALSQIEKQFGKNTVMRLGDN.TVQAVEAVSTGSLTLDIALGIGGLP 56
NTDB id 1205 PSJM300 05545 AFN77183.1 ..................MDENKKRALAAALGQIEKQFGKGAVMRMGDH.DRQAIPSISTGSLGLDIALGIGGLP 56
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L
NTDB id 600 KW2 RS01765 WP 011675413.1 KGRIVEIYGPESSGKTTVALHAVAAVQKEGGIAAFIDAENALDPEYAKALGVNIDELLLSQPDYGEQGLQIAEKL 146
NTDB id 269 KZH43 RS08665 WP 001085462.1 KGRIIEIYGPESSGKTTVALHAVAQAQKEGGIAAFIDAEHALDPAYAAALGVNIDELLLSQPDSGEQGLEIAGKL 145
NTDB id 228 SPD RS09265 WP 001085462.1 KGRIIEIYGPESSGKTTVALHAVAQAQKEGGIAAFIDAEHALDPAYAAALGVNIDELLLSQPDSGEQGLEIAGKL 145
NTDB id 194 SPR RS08825 WP 001085462.1 KGRIIEIYGPESSGKTTVALHAVAQAQKEGGIAAFIDAEHALDPAYAAALGVNIDELLLSQPDSGEQGLEIAGKL 145
NTDB id 159 SP RS09750 WP 001085462.1 KGRIIEIYGPESSGKTTVALHAVAQAQKEGGIAAFIDAEHALDPAYAAALGVNIDELLLSQPDSGEQGLEIAGKL 145
NTDB id 499 SM12261 RS08315 WP 078228268.1 KGRIIEIYGPESSGKTTVALHAVAQAQKEGGIAAFIDAEHALDPAYAAALGVNIDELLLSQPDSGEQGLEIAGKL 145
NTDB id 527 SMSK321 RS11065 WP 001085454.1 KGRIIEIYGPESSGKTTVALHAVAQAQKEGGIAAFIDAEHALDPAYAAALGVNIDELLLSQPDSGEQGLEIAGKL 145
NTDB id 408 SMU RS09530 WP 002262392.1 KGRIVEIYGPESSGKTTVALHAVAQAQKDGGIAAFIDAEHALDPAYAAALGVNIDELLLSQPDSGEQGLEIAGKL 145
NTDB id 453 Spy49 1753c ACI62003.1 KGRIIEIYGPESSGKTTVALHAVAQAQKEGGIAAFIDAEHALDPAYAAALGVNIDELLLAQPDSGEQGLEIAGKL 145
NTDB id 115 BSU 16940 NP 389576.2 RGRIIEVYGPESSGKTTVALHAIAEVQQQGGQAAFIDAEHALDPVYAQKLGVNIEELLLSQPDTGEQALEIAEAL 130
NTDB id 625 LCA RS02525 WP 011374196.1 RGRIVEIYGPESSGKTTVALHAVAEVQKQGGTAAYIDAENAMDPKYATALGVNIDDLLLSQPDTGEQGLEIADAL 132
NTDB id 1313 DR RS12030 WP 010888966.1 RGRITEIYGPESGGKTTLALAIVAQAQKAGGTCAFIDAEHALDPVYARALGVNTDELLVSQPDNGEQALEIMELL 144
NTDB id 418597 SynNOUM97013 RS02265 WP 186480603.1 KGRVVEVYGPESSGKTTLTLHAIAEVQRRGGVAAFVDAEHALDPVYAASLGVDIENLLVSQPDTGEMALEIVDQL 145
NTDB id 1245 Cj1673c YP 002345041.1 KGRIIEIYGPESSGKTTLTLHIIAECQKAGGVCAFIDAEHALDVKYAKNLGVNTDDLYVSQPDFGEQALEIVETI 131
NTDB id 1211 C694 RS00795 WP 000963128.1 KGRIIEIYGPESSGKTTLSLHIIAECQKNGGVCAFIDAEHALDVHYAKRLGVDTENLLVSQPDTGEQALEILETI 133
NTDB id 1214 NCTC11637 00359 SQJ03206.1 KGRIIEIYGPESSGKTTLSLHIIAECQKNGGVCAFIDAEHALDVHYAKRLGVDTENLLVSQPDTGEQALEILETI 133
NTDB id 1334 RA0C RS04870 WP 004918236.1 KGRIVEIYGPESSGKTTLTLHAIAEAQKVGGTAAFIDAEHAFDMHYAEKLGINLEELIVSQPDNGEQALEIADSL 140
NTDB id 1389 A4U84 RS07560 WP 021112712.1 MGRIVEIYGPESSGKTTLTLSLIAQAQKGNKTCAFIDAEHALDPVYARNLGVNTDELLISQPDNGEQALEICDAL 148
NTDB id 1130 NGFG RS03960 WP 003688695.1 RGRIVEIFGPESSGKTTLCLEAVAQCQKNGGVCAFVDAEHAFDPVYARKLGVKVEELYLSQPDTGEQALEICDTL 132
NTDB id 1124 NGFG RS03960 WP 003688695.1 RGRIVEIFGPESSGKTTLCLEAVAQCQKNGGVCAFVDAEHAFDPVYARKLGVKVEELYLSQPDTGEQALEICDTL 132
NTDB id 1123 OK783 RS03845 WP 003688695.1 RGRIVEIFGPESSGKTTLCLEAVAQCQKNGGVCAFVDAEHAFDPVYARKLGVKVEELYLSQPDTGEQALEICDTL 132
NTDB id 1427 RS RS02760 WP 011000510.1 RGRVVEIYGPESSGKTTLTLQVVAEMQKLGGTCAFIDAEHALDVTYADKLGVKVPDLLISQPDTGEQALEIADAL 140
NTDB id 1165 A1552VC RS01565 WP 000344154.1 MGRIVEIFGPESSGKTTLTLELIAAAQREGKTCAFIDAEHALDPVYAKKLGVNIDELLVSQPDTGEQALEICDAL 131
NTDB id 1142 GTF74 RS11550 WP 000344154.1 MGRIVEIFGPESSGKTTLTLELIAAAQREGKTCAFIDAEHALDPVYAKKLGVNIDELLVSQPDTGEQALEICDAL 131
NTDB id 1022 ACIAD RS06390 WP 004925639.1 KGRIVEIYGPESSGKTTMTLQAIAQCQKAGGTCAFIDAEHALDPQYARKLGVDIDNLLVSQPDHGEQALEIADML 131
NTDB id 1074 ABD1 RS10195 WP 000344167.1 KGRIIEIYGPESSGKTTMTLQAIAQCQKSGGTCAFIDAEHALDPQYARKLGVDIDNLLVSQPDNGEQALEIADML 131
NTDB id 1205 PSJM300 05545 AFN77183.1 KGRIVEIYGPESSGKTTLTLSVIAAAQRMGSTCAFVDAEHALDPDYAGKLGVNVDDLLVSQPDTGEQALEITDML 131
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NTDB id 600 KW2 RS01765 WP 011675413.1 ITSGAVDLVVIDSVAALVPKAEIDGEIGDSSVGLQARMMSQAMRKLAGHINKTKTTAIFINQLREKVGVM.FGSP 220
NTDB id 269 KZH43 RS08665 WP 001085462.1 IDSGAVDLVVVDSVAALVPRAEIDGDIGDSHVGLQARMMSQAMRKLGASINKTKTIAIFINQLREKVGVM.FGNP 219
NTDB id 228 SPD RS09265 WP 001085462.1 IDSGAVDLVVVDSVAALVPRAEIDGDIGDSHVGLQARMMSQAMRKLGASINKTKTIAIFINQLREKVGVM.FGNP 219
NTDB id 194 SPR RS08825 WP 001085462.1 IDSGAVDLVVVDSVAALVPRAEIDGDIGDSHVGLQARMMSQAMRKLGASINKTKTIAIFINQLREKVGVM.FGNP 219
NTDB id 159 SP RS09750 WP 001085462.1 IDSGAVDLVVVDSVAALVPRAEIDGDIGDSHVGLQARMMSQAMRKLGASINKTKTIAIFINQLREKVGVM.FGNP 219
NTDB id 499 SM12261 RS08315 WP 078228268.1 IDSGAVDLVVVDSVAALVPRAEIDGDIGDSHVGLQARMMSQAMRKLGASINKTKTIAIFINQLREKVGVM.FGNP 219
NTDB id 527 SMSK321 RS11065 WP 001085454.1 IDSGAVDLVVVDSVAALVPRAEIDGDIGDSHVGLQARMMSQAMRKLGASINKTKTIAIFINQLREKVGVM.FGNP 219
NTDB id 408 SMU RS09530 WP 002262392.1 IDSGAVDLVVVDSVAALVPRAEIDGDIGDSHVGLQARMMSQAMRKLSASINKTKTIAIFINQLREKVGIM.FGNP 219
NTDB id 453 Spy49 1753c ACI62003.1 IDSGAVDLVVVDSVAALVPRAEIDGDIGDSHVGLQARMMSQAMRKLSASINKTKTIAIFINQLREKVGVM.FGNP 219
NTDB id 115 BSU 16940 NP 389576.2 VRSGAVDIVVVDSVAALVPKAEIEGDMGDSHVGLQARLMSQALRKLSGAINKSKTIAIFINQIREKVGVM.FGNP 204
NTDB id 625 LCA RS02525 WP 011374196.1 VSSGAVDILVVDSVAALVPRAEIEGEMGDAHVGLQARLMSQALRKLSGTINKTKTIALFINQIREKVGVM.FGNP 206
NTDB id 1313 DR RS12030 WP 010888966.1 VRSGAIDVVVVDSVAALTPRAEIEGDMGDSLPGLQARLMSQALRKLTAILSKTGTAAIFINQVREKIGVM.YGNP 218
NTDB id 418597 SynNOUM97013 RS02265 WP 186480603.1 VRSAAVDIVVVDSVAALTPRAEIEGEMGDLAVGSQARLMSQAMRKITGNIGKSGCTVIFLNQLRLKIGVT.YGNP 219
NTDB id 1245 Cj1673c YP 002345041.1 ARSGAVDLIVVDSVAALTPKAEIEGDMGDQHVGLQARLMSQALRKLTGIVHKMNTTVIFINQIRMKIGAMGYGTP 206
NTDB id 1211 C694 RS00795 WP 000963128.1 TRSGGIDLVVVDSVAALTPKAEIDGDMGDQHVGLQARLMSHALRKITGVLHKMNTTLIFINQIRMKIGMMGYGSP 208
NTDB id 1214 NCTC11637 00359 SQJ03206.1 TRSGGIDLVVVDSVAALTPKAEIDGDMGDQHVGLQARLMSHALRKITGVLHKMNTTLIFINQIRMKIGMMGYGSP 208
NTDB id 1334 RA0C RS04870 WP 004918236.1 IRSGGVDIVVVDSVAALTPKAEIDGDMGDSKMGLHARLMSQALRKLTSSISKTKCTVIFINQLRDKIGVM.FGSP 214
NTDB id 1389 A4U84 RS07560 WP 021112712.1 VRSGAVDVIIVDSVAALTPKAEIEGDMGDSHMGLQARLMSQALRKLTANIKNTNCLVVFINQIRMKIGVM.FGNP 222
NTDB id 1130 NGFG RS03960 WP 003688695.1 VRSGGIDMVVVDSVAALVPKAEIEGDMGDSHVGLQARLMSQALRKLTGHIKKTNTLVVFINQIRMKIGVM.FGSP 206
NTDB id 1124 NGFG RS03960 WP 003688695.1 VRSGGIDMVVVDSVAALVPKAEIEGDMGDSHVGLQARLMSQALRKLTGHIKKTNTLVVFINQIRMKIGVM.FGSP 206
NTDB id 1123 OK783 RS03845 WP 003688695.1 VRSGGIDMVVVDSVAALVPKAEIEGDMGDSHVGLQARLMSQALRKLTGHIKKTNTLVVFINQIRMKIGVM.FGSP 206
NTDB id 1427 RS RS02760 WP 011000510.1 VRSGSVDLIVIDSVAALVPKAEIEGEMGDALPGLQARLMSQALRKLTGTIKRTNCLVIFINQIRMKIGVM.FGSP 214
NTDB id 1165 A1552VC RS01565 WP 000344154.1 ARSGAVDVIVVDSVAALTPKAEIEGEMGDSHMGLQARMLSQAMRKLTGNLKQSNCMCIFINQIRMKIGVM.FGNP 205
NTDB id 1142 GTF74 RS11550 WP 000344154.1 ARSGAVDVIVVDSVAALTPKAEIEGEMGDSHMGLQARMLSQAMRKLTGNLKQSNCMCIFINQIRMKIGVM.FGNP 205
NTDB id 1022 ACIAD RS06390 WP 004925639.1 VRSGAIDLIVVDSVAALTPKAEIEGEMGDSHMGLQARLMSQALRKITGNAKRSNCMVIFINQIRMKIGVM.FGSP 205
NTDB id 1074 ABD1 RS10195 WP 000344167.1 VRSGAIDLIVVDSVAALTPKAEIEGEMGDSHMGLQARLMSQALRKITGNAKRSNCMVIFINQIRMKIGVM.FGSP 205
NTDB id 1205 PSJM300 05545 AFN77183.1 VRSNAVDVIIVDSVAALVPKAEIEGEMGDAHVGLQARLMSQALRKITGNIKNANCLVIFINQIRMKIGVM.FGSP 205
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NTDB id 600 KW2 RS01765 WP 011675413.1 ETTPGGRALKFYASVRLDVRGSTKIEEGS.GDNKTQIGKITKIKVVKNKVAPPFKVALVDIMFGEGISSTGELLN 294
NTDB id 269 KZH43 RS08665 WP 001085462.1 ETTPGGRALKFYASVRLDVRGNTQIKGTG.DQKETNVGKETKIKVVKNKVAPPFKEAVVEIMYGEGISKTGELLK 293
NTDB id 228 SPD RS09265 WP 001085462.1 ETTPGGRALKFYASVRLDVRGNTQIKGTG.DQKETNVGKETKIKVVKNKVAPPFKEAVVEIMYGEGISKTGELLK 293
NTDB id 194 SPR RS08825 WP 001085462.1 ETTPGGRALKFYASVRLDVRGNTQIKGTG.DQKETNVGKETKIKVVKNKVAPPFKEAVVEIMYGEGISKTGELLK 293
NTDB id 159 SP RS09750 WP 001085462.1 ETTPGGRALKFYASVRLDVRGNTQIKGTG.DQKETNVGKETKIKVVKNKVAPPFKEAVVEIMYGEGISKTGELLK 293
NTDB id 499 SM12261 RS08315 WP 078228268.1 ETTPGGRALKFYASVRLDVRGSTQIKGTG.DQKDTNVGKETKIKVVKNKVAPPFKEAFVEIMYGEGISKTGELLK 293
NTDB id 527 SMSK321 RS11065 WP 001085454.1 ETTPGGRALKFYASVRLDVRGSTQIKGTG.DQKDTNVGKETKIKVVKNKVAPPFKEAFVEIMYGEGISKTGELLK 293
NTDB id 408 SMU RS09530 WP 002262392.1 ETTPGGRALKFYSSVRLDVRGNTQIKGTG.EQKDSNIGKETKIKVVKNKVAPPFKEAFVEIIYGEGISRTGELVK 293
NTDB id 453 Spy49 1753c ACI62003.1 ETTPGGRALKFYASVRLDVRGTTQIKGTG.DQKDSSIGKETKIKVVKNKVAPPFKVAEVEIMYGEGISRTGELVK 293
NTDB id 115 BSU 16940 NP 389576.2 ETTPGGRALKFYSSVRLEVRRAEQLKQGN.....DVMGNKTKIKVVKNKVAPPFRTAEVDIMYGEGISKEGEIID 274
NTDB id 625 LCA RS02525 WP 011374196.1 EVTPGGRALKFYSTVRLEVRRAETIKNGT.....DMIGNRARIKVVKNKVAPPFKVAEVDIMYGQGISRTGELVD 276
NTDB id 1313 DR RS12030 WP 010888966.1 ETTTGGRALKFYASVRLDVRKIGQ....PTKVGNDAVANTVKIKTVKNKVAAPFKEVELALVYGKGFDQLSDLVG 289
NTDB id 418597 SynNOUM97013 RS02265 WP 186480603.1 ETTTGGNALKFYASVRLDIRRIQT....L.KRGTEEYGIRAKVKVAKNKVAPPFRIAEFDILFGRGISTLGCLLD 289
NTDB id 1245 Cj1673c YP 002345041.1 ETTTGGNALKFYASVRLDVRKVAT....L.KQNEEPIGNRVKVKVVKNKVAPPFRQAEFDVMFGEGLSREGELID 276
NTDB id 1211 C694 RS00795 WP 000963128.1 ETTTGGNALKFYASVRIDIRRIAS....L.KQNEQHIGNRAKAKVVKNKVAPPFREAEFDIMFGEGISKEGEIID 278
NTDB id 1214 NCTC11637 00359 SQJ03206.1 ETTTGGNALKFYASVRIDIRRIAA....L.KQNEQHIGNRAKAKVVKNKVAPPFREAEFDIMFGEGISKEGEIID 278
NTDB id 1334 RA0C RS04870 WP 004918236.1 ETTTGGNALKFYASVRIDIRRSLSDTGKIKDKSGEVIGNRTKVKVVKNKVAPPFKSAEFDIMYGEGVSKVGEILD 289
NTDB id 1389 A4U84 RS07560 WP 021112712.1 ETTTGGNALKFYASVRLDIRRCGV....V.KDGDEIIGSETKVKVVKNKVAPPFREVQFDIMYGEGISRMNELLI 292
NTDB id 1130 NGFG RS03960 WP 003688695.1 ETTTGGNALKFYSSVRLDIRRTGS....I.KKGEEVLGNETRVKVIKNKVAPPFRQAEFDILYGEGISWEGELID 276
NTDB id 1124 NGFG RS03960 WP 003688695.1 ETTTGGNALKFYSSVRLDIRRTGS....I.KKGEEVLGNETRVKVIKNKVAPPFRQAEFDILYGEGISWEGELID 276
NTDB id 1123 OK783 RS03845 WP 003688695.1 ETTTGGNALKFYSSVRLDIRRTGS....I.KKGEEVLGNETRVKVIKNKVAPPFRQAEFDILYGEGISWEGELID 276
NTDB id 1427 RS RS02760 WP 011000510.1 ETTTGGNALKFYASVRLDIRRIGS....I.KKGDEVVGNETKVKVVKNKVAPPFREAIFDILYGAGVSREGEIID 284
NTDB id 1165 A1552VC RS01565 WP 000344154.1 ETTTGGNALKFYASVRLDIRRTGA....I.KEGEEVVGNETRIKVVKNKIAAPFKEANTQIMYGQGFNREGELID 275
NTDB id 1142 GTF74 RS11550 WP 000344154.1 ETTTGGNALKFYASVRLDIRRTGA....I.KEGEEVVGNETRIKVVKNKIAAPFKEANTQIMYGQGFNREGELID 275
NTDB id 1022 ACIAD RS06390 WP 004925639.1 ETTTGGNALKFYASVRLDIRRIGQ....V.KEGDEIIGSETKVKVVKNKMAPPFREAIFQILYGKGVNQLGELVD 275
NTDB id 1074 ABD1 RS10195 WP 000344167.1 ETTTGGNALKFYASVRLDIRRIGQ....V.KEGDEIVGSETKVKVVKNKMAPPFKEAIFQILYGKGTNQLGELVD 275
NTDB id 1205 PSJM300 05545 AFN77183.1 ETTTGGNALKFYASVRLDIRRTGA....V.KEGDEVVGSETRVKVVKNKVAPPFRQAEFQILYGKGIYRNGEIID 275
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NTDB id 600 KW2 RS01765 WP 011675413.1 IAVEEGIIKKSGAWFAYNDEKIGQGAEKAKNYLKEHQDVFDEIDHKVRAAHGLLDDSEVAETEEETTA...SKTK 366
NTDB id 269 KZH43 RS08665 WP 001085462.1 IASDLDIIKKAGAWYSYKDEKIGQGSENAKKYLAEHPEIFDEIDKQVRSKFGLIDGEEVSEQDTENKK...DE.. 363
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